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SEQUENCE LISTING 



<110> The University of Queensland (all designated States except US) 
Frazer, Ian Hector and Zhou, Jian (US only) 

<120> METHOD AND POLYNUCLEOTIDES FOR DETERMINING T RAN S LAT I ON AL 
EFFICIENCY OF A CODON 

<130> 10338-5US 

<140> Not yet assigned 
<141> Herewith 

<150> AU PP8078 
<151> 1999-01-08 

<150> PCT/AUOO/0008 
<151> 2000-01-07 

<160> 180 

<170> Patentln Ver . 2.0 

<210> 1 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala(GCA)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 1 

atg gca gca gca gca gca age aag ggc gag gaa ctg ttc act ggc gtg 4 8 
Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att ct'c gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-i- 



Ci 



# 



- 11 - 



tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys .Asp Asp Gly Asn Tyr Lys 

100 '105 110 

f\ acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

115 120 125 



H 9 a 9 ct 9 aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

LU Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

g\ 130 135 140 

m 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

L V S Leu Giu T Y r Asn T yr Asn Ser His Asn Val Tyr He Met Ala Asp 

W 1^5 150 155 160 

O aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

ff. Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 



gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-ii- 



- Ill - 



cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga ' 732 

Leu Tyr Lys 



<210> 2 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 2 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
f»i 15 10 15 

~; Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

^ ! 20 25 30 

Q Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

hi 35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

W 50 55 60 

Q Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

SJ 65 70 75 80 



Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

N= Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-iii- 



- IV - 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 





<210> 


3 




<211> 


732 




<212> 


DNA 


-sr 


<213> 


Artificial Sequence 


S i i 


<220> 






<223> 


Description of Artificial 


y i 








<220> 




w 


<221> 


CDS 


<222> 


(1) . . (732) 


f=*s 


<400> 






3 


m 


atg gcc gcc gcc gcc gcc age aag 




Met Ala Ala Ala Ala Ala Ser Lys 


U. 


1 


5 



10 15 



48 



gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gcc aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 



-iv- 



- v - 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
r*: 115 120 125 

^jj gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
O 130 135 140 

[7{ aa 9 ct 9 gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

lJ Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

X 145 150 155 160 

y ! 

s aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Q Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 



gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 



-v- 




- VI - 




ctg ctg gag ttt gtg ace get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 



ctg tac aag tga 
Leu Tyr Lys 



<210> 4 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 4 

Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 



225 



230 



235 



240 



-VI- 



- Vll - 



165 



170 



175 



Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 5 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala(GCG)5GFP 

<220> 

<221> CDS 

<222> {1) . . (732) 

<400> 5 

atg gcg gcg gcg gcg gcg age aag ggc gag gaa ctg ttc act ggc gtg 

Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



-vii- 






ctg 
Leu 
65 


gtc 
Val 


act 
Thr 


acc 
Thr 


ttc 
Phe 


tct 
Ser 
70 


tat 
Tyr 


ggc gtg 
Gly Val 


cag 
Gin 


tgc 
Cys 
75 


ttt 
Phe 


tec 
Ser 


aga 
Arg 


tac 
Tyr 


cca 
Pro 
80 


240 




gac 
Asp 


cat 
His 


atg 
Met 


aag 
Lys 


cag 
Gin 
85 


cat 
His 


gac 
Asp 


+- 4- +- 
ttt 

Phe 


ttc 
Phe 


aag 
Lys 
90 


age 
Ser 


gee 
Ala 


atg 
Met 


ccc 
Pro 


gag 
Glu 
95 


ggc 
Gly 


288 




tat 
Tyr 


gtg 
Val 


cag 
Gin 


gag 
Glu 
100 


aga 
Arg 


acc 
Thr 


ate 
He 


+■ 4- +- 
ttt 

Phe 


ttc 
Phe 
105 


aaa 
Lys 


gat 
Asp 


gac 
Asp 


ggg aac 
Gly Asn 
110 


tac 
Tyr 


aag 
Lys 


336 




acc 
Thr 


cgc 
Arg 


get 
Ala 
115 


gaa 
Glu 


gtc 
Val 


aag 
Lys 


ttc 
Phe 


gaa 
Glu 
120 


ggt gac 
Gly Asp 


acc 
Thr 


ctg 
Leu 


gtg 
Val 
125 


aat 
Asn 


aga 
Arg 


ate 
He 


384 


o 

£\ 


gag 
Glu 


ctg 
Leu 
130 


aag 
Lys 


ggc 
Gly 


att 
He 


gac 
Asp 


ttt 
Phe 
135 


aag 
Lys 


gag 
Glu 


gat 
Asp 


gga aac 
Gly Asn 
140 


att 
He 


etc 
Leu 


ggc 
Gly 


cac 
His 


432 


w 


aag 
Lys 
145 


ctg 
Leu 


gaa 
Glu 


tac 
Tyr 


aac 
Asn 


tat 
Tyr 
150 


aac 
Asn 


tec 
Ser 


cac 
His 


aat 
Asn 


gtg 
Val 
155 


tac 
Tyr 


ate 
He 


atg 
Met 


gec 
Ala 


gac 
Asp 
160 


480 


p: 

U 1 


aag 
Lys 


caa 
Gin 


aag 
Lys 


aat 
Asn 


ggc 
Gly 
165 


ate 
He 


aag 
Lys 


gt c 
Val 


aac 
Asn 


ttc 
Phe 
170 


aag 
Lys 


ate 
He 


aga 
Arg 


cac 
His 


aac 
Asn 
175 


att 
He 


528 


X 

b 

SI 

0 


gag 
Glu 


gat 
Asp 


gga 
Gly 


tec 
Ser 
180 


gtg 
Val 


cag 
Gin 


ctg 
Leu 


gee 
Ala 


gac 
Asp 
185 


cat 
His 


tat 
Tyr 


caa 
Gin 


cag 
Gin 


aac 
Asn 
190 


act 
Thr 


cca 
Pro 


576 


M> 


ate 
He 


ggc 
Gly 


gac 
Asp 
195 


ggc 
Gly 


cct 
Pro 


gtg 
Val 


etc 
Leu 


etc 
Leu 
200 


cca 
Pro 


gac 
Asp 


aac 
Asn 


cat 
His 


tac 
Tyr 
205 


ctg 
Leu 


tec 
Ser 


acc 
Thr 


624 




cag 
Gin 


tct 
Ser 
210 


gec 
Ala 


ctg 
Leu 


tct 
Ser 


aaa 
Lys 


gat 
Asp 
215 


ccc 
Pro 


aac 
Asn 


gaa 
Glu 


aag 
Lys 


aga 
Arg 
220 


gac 
Asp 


cac 
His 


atg 
Met 


gtc 
Val 


672 




ctg 
Leu 
225 


ctg 
Leu 


gag 
Glu 


ttt 
Phe 


gtg 
Val 


acc 
Thr 
230 


get 
Ala 


get 
Ala 


ggg 

Gly 


ate 
He 


aca 
Thr 
235 


cat 
His 


ggc 
Gly 


atg 
Met 


gac 
Asp 


gag 
Glu 
240 


720 



-viii- 



- IX 



ctg tac aag tga 732 
Leu Tyr Lys 



<210> 6 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 6 

Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



tjji Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

v 85 90 95 

IT! 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 



-ix- 



• x • 



lie Gly Asp Gly Pro 
195 

Gin Ser Ala Leu Ser 
210 

Leu Leu Glu Phe Val 
225 



Leu Tyr Lys 



Val Leu Leu Pro Asp Asn 
200 

Lys Asp Pro Asn Glu Lys 
215 

Thr Ala Ala Gly. He Thr 
230 235 



His Tyr Leu Ser Thr 
205 

Arg Asp His Met Val 
220 

His Gly Met Asp Glu 
240 



<210> 7 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala{GCT)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 7 

atg get get get get get age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



-x- 




-xi- 



- Xll 



<210> 8 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 8 

Met Ala Ala Ala Ala Ala Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-xii- 



- Xlll - 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

225 230 235 240 



Leu Tyr Lys 



<210> 9 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (AGA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 9 

atg aga aga aga aga aga age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



-xiii- 



- xiv - 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 



gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
p Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

~~ 180 185 190 



ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



«*; ca 9 tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
v 210 215 220 



fTi ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

■=-■ Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

225 230 235 240 



ctg tac aag tga 732 
Leu Tyr Lys 

<210> 10 

<211> 243 

<212> PRT 

<213> Artificial Sequence 



-xiv- 



- XV - 



<400> 10 



Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 



-xv- 



- xvi - 



225 230 235 240 

Leu Tyr Lys 



<210> 11 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (AGG) 5GFP 

<220> 

<221> CDS 

<222> (1) . (732) 

<400> 11 

atg agg agg agg agg agg age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

y Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

' ' 65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 



-xvi- 



- xvii - 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 57 6 
^ Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

W 180 185 190 

atc gg c 9 a c ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
f*. He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

Si 195 200 205 

ca 9 tct g cc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Hh' Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

If! 210 215 220 

r*i ct g ct g gag ttt gtg acc get get ggg atc aca cat ggc atg gac gag 720 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

225 230 235 240 



ctg tac aag tga 732 
Leu Tyr Lys 

<210> 12 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 12 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



-xvii- 



- xvin - 



Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



-xviii- 



- xix - 



<210> 13 

<211> 732 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (CGA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 13 

atg cga cga cga cga cga age aag ggc gag gaa ctg ttc act ggc gtg 4 8 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu' Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



-xix- 



- xx - 



gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 

165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

^ lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
^ 195 200 205 
f 

\D cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

f=*; Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
S 210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

4". Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 

If! 225 230 235 240 

f*\ ctg tac aag tga 7 32 
Leu Tyr Lys 



<210> 14 



<211> 243 



<212> PRT 

<213> Artificial Sequence 
<400> 14 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-xx- 



- xxi - 





Ser 


Val 


Ser 
35 


Gly Glu 


Gly 


Glu 


Gly Asp 
40 


Ala 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 




Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly 


Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 




Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly 


Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 




Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly 


Asn 
110 


Tyr 




Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu 
120 


Gly Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 




Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 
135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 


•est 1 


Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


^=?, ; 


Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


He 


Arg 


His 


Asn 
175 


==*: 

HI 


Glu 


Asp 


Gly 


Ser 
180 


Val 


Gin 


Leu 


Ala 


Asp 
185 


His 


Tyr 


Gin 


Gin 


Asn 
190 


Thr 


w 


He 


Gly 


Asp 


Gly 


Pro 


Val 


Leu 


Leu 
200 


Pro 


Asp 


Asn 


His 


Tyr 
205 


Leu 


Ser 


x=? ; 


Gin 


Ser 
210 


Ala 


Leu 


Ser 


Lys 


Asp 
215 


Pro 


Asn 


Glu 


Lys 


Arg 
220 


Asp 


His 


Met 




Leu 
225 


Leu 


Glu 


Phe 


Val 


Thr 
230 


Ala 


Ala 


Gly 


He 


Thr 
235 


His 


Gly 


Met 


Asp 



80 

;i y 



160 



240 
Leu Tyr Lys 



<210> 15 
<211> 732 
<212> DNA 



-xxi- 



- xxii - 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (CGC) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 15 

atg cgc cgc cgc cgc cgc age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-xxii- 



- xxin - 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 57 6 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

£i 

yp ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

p Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

Pi 225 230 235 240 

^ ctg tac aag tga 732 

Leu Tyr Lys 

<210> 16 
~*! <211> 243 

^ <212> PRT 

5=*'' <213> Artificial Sequence 

Sj i 

Q <400> 16 

y ; Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu 'Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 



-xxiii- 




50 55 60 





Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly 


Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 


Pro 
80 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 




Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly Asn 
110 


Tyr 


Lys 




Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu 
120 


Gly 


Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 


He 




Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 
135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 


His 


AS, 

T c=r 


Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


Asp 
160 


J-.fi 

sc. 


Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


He 


Arg 


His 


Asn 
175 


He 


0 


Glu 


Asp 


Gly 


Ser 
180 


Val 


Gin 


Leu 


Ala 


Asp 
185 


His 


Tyr 


Gin 


Gin 


Asn 
190 


Thr 


Pro 


y } 


He 


Gly 


Asp 

1 QC 

X y 3 


Gly 


Pro 


Val 


Leu 


Leu 

o n n 

z uo 


Pro 


Asp 


Asn 


His 


Tyr 
205 


Leu 


Ser 


Thr 


W 
•s. i 


Gin 


Ser 
210 


Ala 


Leu 


Ser 


Lys 


Asp 
215 


Pro 


Asn 


Glu 


Lys 


Arg Asp 
220 


His 


Met 


Val 


=i=j : 
ffl 


Leu 
225 


Leu 


Glu 


Phe 


Val 


Thr 
230 


Ala 


Ala 


Gly 


He 


Thr 
235 


His 


Gly Met 


Asp 


Glu 
240 


f* 1 

TE5X* 

y ; 


Leu 


Tyr 


Lys 





























<210> 17 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (CGG ) 5GFP 



-xxiv- 



- xxv - 



<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 17 

atg egg egg egg egg egg age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

^ ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

W Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

& 50 ^ 55 60 

Q ct 9 9 tc a< =t acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

r 1 ! 65 70 75 80 

=& gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

y*i Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

B 85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
2 ] Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

W 100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

145 150 155 160 



-xxv- 



ski 



- xxvi - 



aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg ace get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



W- <210> 18 

*p! <211> 243 

tf| <212> PRT 

„ <213> Artificial Sequence 
<400> 18 

Nl Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
O 1 5 10 15 

m 

p Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

y t 20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



-xxvi- 



■pi 

s I 



- xxvii - 



Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 ,205 

Gin' Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 19 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (CGT ) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



-xxvii- 



ui 



ffi 



- xxvin - 



<400> 19 

atg cgt cgt cgt cgt cgt age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

1 5 10 '15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act ace ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

CI Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

■J?\ 6$ 70 75 80 

J;' gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 

W Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

O 85 90 95 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 



-xxviii- 



- xxix - 



gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 20 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 20 

Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



-xxix- 



- xxx - 



Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 21 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asn(AAC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 21 

atg aac aac aac aac aac age aag ggc gag gaa ctg ttc act ggc gtg 
Met Asn Asn Asn Asn Asn Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 



-xxx- 



- xxxi - 



10 15 



gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

G Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

£Z\ tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

^ Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
p 100 105 110 

sg; acc C 9 C 9 ct 9 aa 9 tc aa 9 ttc 9 aa ggt gac acc ctg gtg aat aga ate 384 

|fi Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

y*[ g a g ct g aa g ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Si Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
O 130 135 140 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 



-xxxi- 



- xxxii - 



ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 22 
<211> 243 



o 


<212> PRT 

<213> Artificial Sequence 


















6 

S : 1 


<400> 22 
Met Asn Asn 
1 


Asn 


Asn 
5 


Asn 


Ser 


Lys Gly 


Glu 
10 


Glu 


Leu 


Phe 


Thr 


Gly 
15 


Val 


a*; 
"=#* : 
5 s*i 

y \ 


Val 


Pro 


He 


Leu 
20 


Val 


Glu 


Leu 


Asp Gly 
25 


Asp 


Val 


Asn 


Gly 


His 
30 


Lys 


Phe 


5 

SI 


Ser 


Val 


Ser 
35 


Gly 


Glu 


Gly 


Glu 


Gly Asp Ala 
40 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 


Thr 


0 

m 


Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 


Thr 


S i 


Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 


Pro 
80 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 




Tyr 


Val 


Gin 


Glu 

100 


Arg 


Thr 


He 


Phe Phe 
105 


Lys 


Asp Asp Gly Asn 
110 


Tyr 


Lys 




Thr 


Arg 


Ala 


Glu 


Val 


Lys 


Phe 


Glu Gly Asp 


Thr 


Leu 


Val 


Asn 


Arg 


He 



-xxxii- 



- xxxin - 



115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 23 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asn ( AAT ) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



<400> 23 

atg aat aat aat aat aat age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Asn Asn Asn Asn Asn Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 



-xxxiii- 



- xxxiv - 



20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-xxxiv- 



• 



- xxxv - 



cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 24 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 24 

G Met Asn Asn Asn Asn Asn Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-xxxv- 



xxxvi - 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 25 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asp(GAC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 25 

atg gac gac gac gac gac age aag ggc gag gaa ctg ttc act ggc gtg 

Met Asp Asp Asp Asp Asp Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 



-xxxvi- 



f 3 - 



- xxxvn - 



35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



-xxxvii- 



- xxxvm - 



ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 26 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 26 

Met Asp Asp Asp Asp Asp Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
D 20 25 30 

yjjl Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

r*i 35 4 0 4 5 

O Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 



a 3 : 



if! Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

65 70 75 80 

W Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

M 85 90 95 

o 

ffj Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

^ 100 105 110 

H ! Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 



-xxxviii- 



- xxxix - 



Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



_ <210> 27 

O <211> 732 

%£i <212> DNA 

iXj <213> Artificial Sequence 

% <220> 

J^! <223> Description of Artificial Sequence: Asp(GAT)5GFP 

Jg! <220> 

if! <221> CDS 

<222> (1) . . (732) 

O <400> 27 

atg gat gat gat gat gat age aag ggc gag gaa ctg ttc act ggc gtg 48 
Q Met Asp Asp Asp Asp Asp Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

U\ 1 5 10 15 

lJ 

y. 9 tc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

^ : Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 



-xxxix- 



- xl - 







50 










55 










60 












ctg 
Leu 
65 


gtc 
Val 


act 
Thr 


acc 
Thr 


ttc 
Phe 


tct 
Ser 
70 


tat 
Tyr 


ggc gtg 
Gly Val 


cag 
Gin 


tgc 
Cys 
75 


ttt 
Phe 


tec 
Ser 


aga 
Arg 


tac 
Tyr 


cca 
Pro 
80 




gac 
Asp 


cat 
His 


atg 
Met 


aag 
Lys 


cag 
Gin 
85 


cat 
His 


gac 
Asp 


ttt 
Phe 


ttc 
Phe 


aag 
Lys 
90 


age 
Ser 


gee 
Ala 


atg 
Met 


ccc 
Pro 


gag 
Glu 
95 


ggc 
Gly 




tat 
Tyr 


gtg 
Val 


cag 
Gin 


gag 
Glu 
100 


aga 
Arg 


acc 
Thr 


ate 
He 


ttt 
Phe 


ttc 
Phe 
105 


aaa 
Lys 


gat 
Asp 


gac 
Asp 


ggg 

Gly 


aac 
Asn 
110 


tac 
Tyr 


aag 
Lys 




acc 
Thr 


cgc 
Arg 


get 
Ala 
115 


gaa 
Glu 


gtc 
Val 


aag 
Lys 


ttc 
Phe 


gaa 
Glu 
120 


ggt gac 
Gly Asp 


acc 
Thr 


ctg 
Leu 


gtg 
Val 
125 


aat 
Asn 


aga 
Arg 


ate 
He 


Q 


gag 
Glu 


ctg 
Leu 
130 


aag 
Lys 


ggc 
Gly 


att 
He 


gac 
Asp 


ttt 
Phe 
135 


aag 
Lys 


gag 
Glu 


gat 
Asp 


gga 
Gly 


aac 
Asn 
140 


att 
He 


etc 
Leu 


ggc 
Gly 


cac 
His 


T=r : 

f^i 

.553, 

1! i 


aag 
Lys 
145 


ctg 
Leu 


gaa 
Glu 


tac 
Tyr 


aac 
Asn 


tat 
Tyr 
150 


aac 
Asn 


tec 
Ser 


cac 
His 


aat 
Asn 


gtg 
Val 
155 


tac 
Tyr 


ate 
He 


atg 
Met 


gee 
Ala 


gac 
Asp 
160 


5 •*! 

y i 


aag 
Lys 


caa 
Gin 


aag 
Lys 


aat 
Asn 


ggc 
bly 
165 


ate 
lie 


aag 
Lys 


gtc 
Val 


aac 
Asn 


ttc 
Phe 
170 


aag 
Lys 


ate 
He 


aga 
Arg 


cac 
His 


aac 
Asn 
175 


att 
He 


si 

0 


gag gat 
Glu Asp 


gga 
Gly 


tec 
Ser 
180 


gtg 
Val 


cag 
Gin 


ctg 
Leu 


gee 
Ala 


gac 
Asp 
185 


cat 
His 


tat 
Tyr 


caa 
Gin 


cag 
Gin 


aac 
Asn 
190 


act 
Thr 


cca 
Pro 


f. : : 

s Mi t 


ate 
He 


ggc 
Gly 


gac 
Asp 
195 


ggc 
Gly 


cct 
Pro 


gtg 
Val 


etc 
Leu 


etc 
Leu 
200 


cca 
Pro 


gac 
Asp 


aac 
Asn 


cat 
His 


tac 
Tyr 
205 


ctg 

Leu 


tec 
Ser 


acc 
Thr 




cag 
Gin 


tct 
Ser 
210 


gee 
Ala 


ctg 
Leu 


tct 
Ser 


aaa 
Lys 


gat 
Asp 
215 


ccc 
Pro 


aac 
Asn 


gaa 
Glu 


aag 
Lys 


aga 
Arg 
220 


gac 
Asp 


cac 
His 


at.g 
Met 


gtc 
Val 




ctg 
Leu 
225 


ctg 
Leu 


gag 
Glu 


ttt 
Phe 


gtg 
Val 


acc 
Thr 
230 


get 
Ala 


get 
Ala 


ggg 

Gly 


ate 
He 


aca 
Thr 
235 


cat 
His 


ggc 
Gly 


atg 
Met 


gac 
Asp 


gag 
Glu 
240 



240 



288 



336 



384 



432 



480 



528 



576 



624 



672 



720 



-Xl- 



- xli - 



ctg tac aag tga 732 
Leu Tyr Lys 

<210> 28 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 28 

Met Asp Asp Asp Asp Asp Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 ' 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 



-xli- 



- xlii - 



180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 





<210> 


29 






<211> 


732 






<212> 


DNA 






<213> 


Artificial Sequence 




0 


<220> 






ifl 

■S3' 


<223> 


Description of Artificial 


Sequence : Cys (TGC) 5GFP 




<220> 








<221> 


CDS 






<222> 


(1) • • (732) 




yj 


<400> 


29 






atg tgc tgc tgc tgc tgc age aag 


ggc gag gaa ctg ttc act 




Met Cys Cys Cys Cys Cys Ser Lys 


Gly Glu Glu Leu Phe Thr 




1 


5 


10 



15 



48 



gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc acc 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 



-xlii- 



ffi 



xliii - 



65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 

115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 4 32 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 

130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

O Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

yj 145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

2f L Y S Gln L Y S Asn G1 Y Ile L Y S Vai A sn Phe Lys lie Arg His Asn lie 

O 165 170 175 
wv 

jj; gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 57 6 

g>j Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

* ! 180 185 190 

U ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

SI He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

Pi 195 200 205 



cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly Ile Thr His Gly Met Asp Glu 
225 230 235 240 



720 



ctg tac aag tga 732 
Leu Tyr Lys 



-xliii- 



- xliv - 



<210> 30 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 30 

Met Cys Cys Cys Cys Cys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-xliv- 



- xlv - 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 

<210> 31 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Cys(TGT)5GFP 

<220> 
Q <221> CDS 

,P; <222> (1) . . (732) 

1st 1 

~| <400> 31 

2»| atg tgt tgt tgt tgt tgt age aag ggc gag gaa ctg ttc act ggc gtg 48 

U Met Cys Cys Cys Cys Cys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
ki 1 5 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

" Jl Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

2 20 25 30 

w. 

\i tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 14 4 

q Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

*?i 35 40 45 



Lj. 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 



-xlv- 



- xlvi - 



85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 



480 



aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

f*i L ys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 

J; gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

U Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

O 180 185 190 

lij 

J*; atc ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

Ui 195 200 205 

O ca g tct g cc ct g tct aaa g at c cc aac gaa aag aga gac cac atg gtc 672 

\\ Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

ctg ctg gag ttt gtg acc get get ggg atc aca cat ggc atg gac gag 720 

%J Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

H ! 225 230 235 ■ 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 32 
<211> 243 
<212> PRT 



-xlvi- 



- xlvii - 



<213> Artificial Sequence 
<400> 32 

Met Cys Cys Cys Cys Cys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



i; 



Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 



Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 



He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



-xlvii- 



xlviii - 



Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 33 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gln(CAA)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 33 

q at 9 caa caa caa caa caa age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Gin Gin Gin Gin Gin Ser Lys Gly Glu Glu Leu Phe Thr Gly Val . 

0 gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

S Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

yj 20 25 30 

J*C' ; tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
s 35 40 45 

o 

\j ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

f*\ Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

2' 50 55 60 

a : ; 

' 

O ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

M> Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 



-xlviii- 



- xlix - 



100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 - 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 57 6 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 34 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 34 

Met Gin Gin Gin Gin Gin Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 



-xlix- 



- 1 - 



• f i 



ffi 

H 

! 

Pi 
■=»• 

ffi 

u 



Val Pro He 

Ser Val Ser 
35 

Leu Lys Phe 
50 

Leu Val Thr 
65 

Asp His Met 

Tyr Val Gin 

Thr Arg Ala 
115 

Glu Leu Lys 
130 

Lys Leu Glu 
145 

Lys Gin Lys 
Glu Asp Gly 



He Gly Asp 
195 

Gin Ser Ala 
210 

Leu Leu Glu 
225 



Leu Val 
20 



Glu Leu 



Gly Glu Gly Glu 
He Cys 



Asp Gly 
25 

Gly Asp 
40 



10 

Asp Val 
Ala Thr 



Thr Phe 



Lys Gin 
85 

Glu Arg 
100 



Thr Thr 
55 

Ser Tyr 
70 



Gly Lys Leu Pro 
Gly Val 



His Asp Phe Phe 



Gin Cys 
75 

Lys Ser 
90 



Thr He 



Phe Phe 
105 



Glu Val Lys Phe 



Gly He 
Tyr Asn 



Asn Gly 
165 

Ser Val 
180 



Asp Phe 
135 

Tyr Asn 
150 



Lys Asp 
Asp Thr 
Lys Glu Asp Gly 



Glu Gly 
120 



Ser His 



He Lys Val Asn 



Asn Val 
155 

Phe Lys 
170 



Asn Gly His 
30 

Tyr Gly Lys 
45 

Val Pro Trp 
60 

Phe Ser Arg 

Ala Met Pro 

Asp Gly Asn 
110 

Leu Val Asn 
125 

Asn He Leu 
140 

Tyr He Met 
He Arg His 



Gin Leu 



Ala Asp 
185 



Gly Pro Val Leu 



Leu Ser 



Phe Val 



Lys Asp 
215 

Thr Ala 
230 



His Tyr 
Asp Asn 
Pro Asn Glu Lys 



Leu Pro 
200 



Ala Gly 



He Thr 
235 



Gin Gin Asn 
190 

His Tyr Leu 
205 

Arg Asp His 
220 

His Gly Met 



15 

Lys Phe 

Leu Thr 

Pro Thr 

Tyr Pro 
80 

Glu Gly 
95 

Tyr Lys 
Arg He 
Gly His 



Ala Asp 
160 

Asn He 
175 

Thr Pro 



Ser Thr 



Met Val 



Asp Glu 
240 



Leu Tyr Lys 



-1- 



- li - 



<210> 35 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gln(CAG)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 35 

atg cag cag cag cag cag age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Gin Gin Gin Gin Gin Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

1 5 10 15 

p gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Jf. Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

W tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Q Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

hi 35 40 45 

■S3TC 

5 ^ ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

yi Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

s 50 55 60 

o 

S! ct 9 9 tc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
J 6 5 70 75 80 

f* ! gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

H l Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 



384 



-li- 



XX. 



- lii - 



115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 

130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He' 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 



5, cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

— 1 Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

W 210 215 220 

w 

JJI ct 9 ct 9 gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

O ctg tac aag tga 7 32 

%j Leu Tyr Lys 

few! 

<210> 36 
H <211> 243 

H : <212> PRT 

<213> Artificial Sequence 



<400> 36 

Met Gin Gin Gin Gin Gin Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-lii- 



- liii - 



Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

145 150 155 160 



Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 37 
<211> 732 



-liii- 



- liv - 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Glu(GAA)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 37 

atg gaa gaa gaa gaa gaa age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Glu Glu Glu Glu Glu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

O tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 

y»i Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



288 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 



-liv- 



- lv - 



130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

p Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

tP| 210 215 220 

• 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

W Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

U 225 230 235 240 

5 J : 

^ ctg tac aag tga 732 

y*j Leu Tyr Lys 

is 

O <210> 38 

S| <211> 243 

p <212> PRT 

<213> Artificial Sequence 



<400> 38 

Met Glu Glu Glu Glu Glu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 



-lv- 



- lvi - 





Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly 


Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 




Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 




Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly Asn 
110 


Tyr 




Thr 


Arg 


Ala 

IIS 


Glu 


Val 


Lys 


Phe 


Glu 
120 


Gly Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 




Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 
135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 




Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


u 


Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


He 


Arg 


His 


Asn 
175 


£ . i 
=?: 


Glu 


Asp 


Gly 


Ser 
180 


Val 


Gin 


Leu 


Ala 


Asp 
185 


His 


Tyr 


Gin 


Gin 


Asn 
190 


Thr 




He 


Gly 


Asp 
195 


Gly 


Pro 


Val 


Leu 


Leu 
200 


Pro 


Asp Asn 


His 


Tyr 
205 


Leu 


Ser 


f*i 

%| 




210 


r\± a 


Leu 


Ser 


Lys 


Asp 
215 


Pro 


Asn 


Glu 


Lys 


Arg 
220 


Asp 


His 


Met 


fax' 

1 


Leu 
225 


Leu 


Glu 


Phe 


Val 


Thr 
230 


Ala 


Ala 


Gly 


He 


Thr 
235 


His 


Gly Met 


Asp 


H 1 


Leu 


Tyr 


Lys 



























80 



160 



240 



<210> 39 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 



-lvi- 



- lvii - 



<223> Description of Artificial Sequence: Glu(GAG)5GFP 

<220> 
<221> CDS 
<222> (1) . . (732) 

<400> 39 

atg gag gag gag gag gag age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Glu Glu Glu Glu Glu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
s Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

**, 85 90 95 

3 ; 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

p Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

ffl ' 100 105 110 



5 5»1 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 



-lvii- 



- lviii - 



145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



S! ct 9 tac aac ? t( 3 a 732 

\=*\ Leu Tyr Lys 

<210> 40 
r£| <211> 243 

<212> PRT 
s <213> Artificial Sequence 

\j <400> 40 

C*i Me t Glu Glu Glu Glu Glu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

S! 15 10 15 

y i 

O Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

M ! 20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 



-lviii- 



w 



- lix - 



65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



pj Leu Tyr Lys 



O <210> 41 



<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly (GGA) 5GFP 

<220> 
<221> CDS 



-lix- 



- Ix - 



<222> (1) . . (732) 
<400> 41 

atg gga gga gga gga gga age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

U 85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



5 t 



gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

1^5 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys lie Arg His Asn He 



-lx- 



- lxi - 



165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 , 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 42 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 42 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



-lxi- 



Pi 



- lxii - 



Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 43 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly(GGC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 43 

atg ggc ggc ggc ggc ggc age aag ggc gag gaa ctg ttc act ggc gtg 4* 



-lxii- 



- lxiii - 



Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 14 4 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

65 70 75 80 

P 9 ac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

^f; Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

.HI 85 90 95 

y tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

y Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

yy ioo 105 no 

yp acc C 9 C 9 ct 9 aa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

" ; Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

% t 115 120 125 
W 

SI 9 a 9 ct 9 aa 9 gg° at t g a c ttt aag gag gat gga aac att etc ggc cac 432 

n Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

S.- 130 135 140 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 



-lxiii- 



- lxiv - 



180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



**1 
r 3 ; 



t 1 

-S3-S 



<210> 44 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 44 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 



-lxiv- 



- lxv - 



Thr Arg Ala Glu Val Lys Phe 
115 

Glu Leu Lys Gly lie Asp Phe 

130 135 

Lys Leu Glu Tyr Asn Tyr Asn 
145 150 

Lys Gin Lys Asn Gly lie Lys 
165 

Glu Asp Gly Ser Val Gin Leu 
180 

lie Gly Asp Gly Pro Val Leu 
195 

Gin Ser Ala Leu Ser Lys Asp 
210 215 

Leu Leu Glu Phe Val Thr Ala 
225 230 



Glu Gly Asp 
120 

Lys Glu Asp 
Ser His Asn 



Val Asn Phe 
170 

Ala Asp His 
185 

Leu Pro Asp 
200 

Pro Asn Glu 



Ala Gly lie 



Thr Leu Val 
125 

Gly Asn lie 
140 

Val Tyr He 
155 

Lys He Arg 
Tyr Gin Gin 



Asn His Tyr 
205 

Lys Arg Asp 
220 

Thr His Gly 
235 



Asn Arg He 
Leu Gly His 



Met Ala Asp 
160 

His Asn He 
175 

Asn Thr Pro 
190 

Leu Ser Thr 



His Met Val 



Met Asp Glu 
240 



Leu Tyr Lys 



<210> 45 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly (GGG) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 45 

atg ggg ggg ggg ggg ggg age aag ggc gag gaa ctg ttc act ggc gtg 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
1 5 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 



-lxv- 




-lxvi- 



- lxvii - 



195 200 205 



cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



ctg ctg gag ttt gtg 
Leu Leu Glu Phe Val 
225 

ctg tac aag tga 
Leu Tyr Lys 



acc get get ggg ate aca 
Thr Ala Ala Gly He Thr 
230 235 



cat ggc atg gac gag 720 
His Gly Met Asp Glu 
240 

732 



<210> 46 
<211> 243 
<212> PRT 

<213> Artificial Sequence 



yj 


<400> 46 
Met Gly Gly 
1 


Gly 


Gly 
5 


Gly 


Ser 


Lys Gly Glu 
10 


Glu 


Leu 


Phe 


Thr 


Gly 
15 


Val 


Q 

o 


Val 


Pro 


He 


Leu 
20 


Val 


Glu 


Leu 


Asp Gly Asp Val Asn 
25 


Gly 


His 
30 


Lys 


Phe 


*< 

m 


Ser 


Val 


Ser 
35 


Gly 


Glu 


Gly 


Glu 


Gly Asp Ala 
40 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 


Thr 


W 

%. ! 


Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 


Thr 


"V. 

0 

f*i 

S i 
P* ! 


Leu 

65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 


Pro 
80 


Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 




Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe Phe 
105 


Lys 


Asp 


Asp 


Gly Asn 
110 


Tyr 


Lys 




Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu Gly 
120 


Asp 


Thr 


Leu 


Val 
125 


Asn Arg 


He 




Glu 


Leu 


Lys 


Gly 


He 


Asp 


Phe 


Lys Glu 


Asp 


Gly Asn 


He 


Leu 


Gly 


His 



-lxvii- 



- lxvi'ii - 



130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
_ 225 230 235 240 

Leu Tyr Lys 

G <210> 47 

U <211> 732 

jki <212> DNA 

_g; <213> Artificial Sequence 

yi <220> 

1, <223> Description of Artificial Sequence: Gly (GGT) 5GFP 
W 

Si <220> 

Q <221> CDS 

m <222> (1) . . (732) 

p <400> 47 

^ : a tg ggt ggt ggt ggt ggt age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
1 5 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 



-Ixviii- 



Pi 



- lxix - 



Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc ' 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 HO 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
k fl 115 120 125 

TS=t* 

" ^ag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

SJ Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

W 130 135 140 

-£! 

T"* 

y*j aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

I' Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

L,, 145 150 155 160 

= i 

Ni aag caa aag aat ggc ate' aag gtc aac ttc aag ate aga cac aac att 528 

Q Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
ffi 165 170 175 



gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 



-lxix- 



- lxx - 



210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 48 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 48 

Met Gly Gly Gly Gly Gly Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
*J 20 25 30 

C= Ser Val' Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

B 35 40 45 

f*- 

7*\ Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

^! 50 55 60 

Lfl Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

s 65 70 75 80 

r] Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

^ 85 90 95 

Dn. Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

O 100 105 110 

^ Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 ' 

Lys Leu Glu Tyr Asn. Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 



-lxx- 



- lxxi - 



Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 

<210> 49 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: His(CAC)5GFP 

<220> 
UT <221> CDS 

s <222> (1) . . (732) 

o 

<400> 49 

f^j at 9 cac cac cac cac cac age aag ggc gag gaa ctg ttc act ggc gtg 48 

5 ! Met His His His Hi s His Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

HJ 1 5 10 15 

y 

M> gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 



-lxxi- 



- lxxii - 



Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 ' 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 



^ aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Pi Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

r; 145 150 155 160 

Hh aa 9 caa aa 9 aa t ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lfj Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 

. 165 170 175 

r| 9 a 9 9 at 99 a tcc ca 9 ct 9 9 CC 9 a c cat tat caa cag aac act cca 576 

y Glu As P Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

O 180 185 190 

y 1 

Q atc 99° 9 ac gg° cct gtg etc etc cca gac aac cat tac ctg tcc acc 624 

y. He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

ctg ctg gag ttt gtg acc get get ggg atc aca cat ggc atg gac gag 720 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 



-lxxii- 
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225 



230 



235 



240 



ctg tac aag tga 
Leu Tyr Lys 



732 



<210> 50 

<211> 243 

<212> PRT 

<213> Artificial Sequence 

<400> 50 





Met 
1 


His 


His 


His 


His 
5 


His 


Ser 


Lys 


Gly 


Glu 
10 


Glu 


Leu 


Phe 


Thr 


Gly 
15 


Val 




Val 


Pro 


He 


Leu 
20 


Val 


Glu 


Leu 


Asp 


Gly Asp Val 
25 


Asn 


Gly 


His 
30 


Lys 


Phe 


D 


Ser 


Val 


Ser 
35 


Gly 


Glu 


Gly 


Glu 


Gly Asp Ala 
40 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 


Thr 


as j 

W 

a ; 
5 : 

yj 


Leu 

Leu 
65 


Lys 
50 

Val 


Phe 
Thr 


He 
Thr 


Cys 
Phe 


Thr 

Ser 
70 


Thr 
55 

Tyr 


Gly Lys 
Gly Val 


Leu 
Gin 


Pro 

Cys 
75 


Val 
60 

Phe 


Pro 
Ser 


Trp 
Arg 


Pro 
Tyr 


Thr 

Pro 
ft n 

O u 


Lrl 


Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 


b 


Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly Asn 
110 


Tyr 


Lys 


O 

Cl 


Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu 
120 


Gly Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 


He 




Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 

135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 


His 




Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


Asp 
160 




Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


He 


Arg 


His 


Asn 
175 


He 



-lxxiii- 
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Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 51 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: His(CAT)5GFP 

<220> 
<221> CDS 
<222> (1) . . (732) 

<400> 51 

Ul at 9 cat cat cat cat cat age aag ggc gag gaa ctg ttc act ggc gtg 4 8 

3 Met His His His His His Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

n 1 5 io is 

"H. j 

£\ 9 tc cca att ct c gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

^ Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

EH 20 25 30 



tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 



-lxxiv- 



- lxxv - 



• 



Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



-lxxv- 



- lxxvi - 



<210> 52 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 52 

Met His His His His His Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 



-lxxvi- 
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195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



o 



<210> 53 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: lie (ATA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



<400> 53 

atg ata ata ata ata ata age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met He He He He He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

^; 1 5 10 15 

y! gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

k 20 25 30 



^' tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc acc 

U Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

jTi 35 40 45 



144 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 



-lxxvii- 



- lxxviii - 



Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 - 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 160 

1=*, aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

^ Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

^ 165 170 175 

*y 

Q 9 a 9 9 at <?g a tcc gtg cag ctg gec gac cat tat caa cag aac act cca 576 

Q Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

J^! ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tcc acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
e 195 200 205 

Ci cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

£\ Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
^ 210 215 220 



y ' 



ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 54 
<211> 243 



-lxxviii- 



- lxxix - 



<212> PRT 

<213> Artificial Sequence 
<400> 54 

Met He He He lie He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
1^5 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin 'Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



-lxxix- 



- lxxx - 



Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



s ■ 

tfi 



<210> 55 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ile(ATC)5GFP 

<220> 
<221> CDS 
<222> (1) . . (732) 

<400> 55 

atg ate ate ate ate ate age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met He He He He He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

WEi 1 5 10 15 

a iM| : 

p gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

r\ Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

Ul tct 9 tc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

s Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

fi 35 40 45 

2 c tg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

%J Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

SH 50 55 60 

™*: 

y ; ctg gtc act ace ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga ace ate ttt ttc aaa gat gac ggg aac tac aag 336 



-lxxx- 
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Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 ' 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 56 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 56 



-lxxxi- 



- lxxxii - 



Met He He He He He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
1 5 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 
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Leu Tyr Lys 



y : 



<210> 57 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ile{ATT)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 57 

atg att att att att att age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met He He He He He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 



-lxxxiii- 



5" 



JSBt. 



- Ixxxiv - 



Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 58 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 58 

Met He He He He He Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
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20 



25 



30 



Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 59 



-lxxxv- 



- lxxxvi - 



<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu (CTA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 59 

atg eta eta eta eta eta age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

O tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 

y*; Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 4 0 4 5 

"± ! 

y ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

O Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

hi 50 55 60 

|- fi ctg gtc act ace ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

% 65 70 75 80 
U 

\\ gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

p; Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

SI 85 90 95 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
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- lxxxvii - 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 

130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 * 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 

165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec ace 624 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

*p! Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

^ 210 215 220 

P ctg ctg gag ttt gtg ace get get ggg ate aca cat ggc atg gac gag 720 

O Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

i,i 225 230 235 240 

Z\ ct 9 tac aa 9 tga 732 

y \ Leu Tyr Lys 



<210> 60 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 60 

Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 



-lxxxvii- 



- lxxxviii - 



Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

^ Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

^| 145 150 155 160 

&fj L Y S Gln L YS Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

Q 165 170 175 

r*\ Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

& j 180 185 190 

[fj He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

H Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

^ 210 215 220 



Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 61 
<211> 732 
<212> DNA 

<213> Artificial Sequence 



-lxxxviii- 



- Ixxxix - 



<220> 

<223> Description of Artificial Sequence: Leu{CTC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 61 

atg etc etc etc etc etc age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Pi 

ct 9 aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

y?i Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
f*j 50 55 60 

ri ct 9 9tc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

W Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

4> 65 70 75 80 

jjfj 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
1, ; Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

J*! 85 90 95 

Q tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

□Pi Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

g 100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg. aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 



-Ixxxix- 



- xc - 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 

165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 57 6 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

C' ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

%£i Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

£| 225 230 235 240 

~! ctg tac aag tga ■ 732 

J= ; Leu Tyr Lys 



|Pi <210> 62 

J ' <211> 243 

1,, <212> PRT 

<213> Artificial Sequence 



M 



<400> 62 

Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



-xc- 



- xci - 



Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

^ Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

y 165 170 175 

yp 

yp Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

f*! 180 185 190 

H He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

^ j 195 200 205 

\j\ Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

s ' 210 215 220 

f*: ^u Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

M 225 230 235 240 

o 

ffj Leu Tyr Lys 

r*\ 

^ : <210> 63 

<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu{CTG)5GFP 
<220> 



-xci- 



- xcn - 



<221> CDS 

<222> (1) . . (732) 

<400> 63 

atg ctg ctg ctg ctg ctg age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

Pi 

€i ct 9 9 tc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

,fj Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

p 65 70 75 80 

H gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

W Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

£ 85 90 95 

m 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
L,. Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

7*; 100 105 110 

Ni 

O a cc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

ffj Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

p 115 120 125 

y. 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
1^5 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 



-xcii- 



- xcni - 



Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 64 
<211> 243 
<212> PRT 
<213> Artificia 

<400> 64 
Met Leu Leu Leu 
1 

Val Pro He Leu 
20 

Ser Val Ser Gly 
35 

Leu Lys Phe He 
50 

Leu Val Thr Thr 
65 

Asp His Met Lys 



. Sequence 

Leu Leu Ser Lys 
5 

Val Glu Leu Asp 

Glu Gly Glu Gly 
40 

Cys Thr Thr Gly 
55 

Phe Ser Tyr Gly 
70 

Gin His Asp Phe 



Gly Glu Glu Leu 
10 



Gly Asp Val Asn 
25 

Asp Ala Thr Tyr 



Lys Leu Pro Val 
60 

Val Gin Cys Phe 
75 

Phe Lys Ser Ala 



Phe Thr Gly Val 
15 

Gly His Lys Phe 
30 



Gly Lys Leu Thr 
45 

Pro Trp Pro Thr 



Ser Arg Tyr Pro 
80 

Met Pro Glu Gly 



-xciii- 



- xciv - 



85 



90 



95 



Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 65 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu(CTT)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 65 



-xciv- 



- xcv - 



atg ctt ctt ctt ctt ctt age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 • 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 



-xcv- 



- xcvi - 



Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



O 



<210> 66 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 66 

Met Leu Leu Leu Leu Leu Ser Lys Gly 
1 5 

Val Pro He Leu Val Glu Leu Asp Gly 
20 25 

Ser Val Ser Gly Glu Gly Glu Gly Asp 
35 40 

Leu Lys Phe He Cys Thr Thr Gly Lys 
50 55 

Leu Val Thr Thr Phe Ser Tyr Gly Val 
65 70 

Asp His Met Lys Gin His Asp Phe Phe 
85 

Tyr Val Gin Glu Arg Thr He Phe Phe 

100 105 



Glu Glu Leu 
10 

Asp Val Asn 
Ala Thr Tyr 



Leu Pro Val 
60 

Gin Cys Phe 
75 

Lys Ser Ala 
90 

Lys Asp Asp 



Phe Thr Gly Val 
15 

Gly His Lys Phe 
30 

Gly Lys Leu Thr 
45 

Pro Trp Pro Thr 



Ser Arg Tyr Pro 
80 

Met Pro Glu Gly 
95 

Gly Asn Tyr Lys 
110 



-xcvi- 



- XCV11 - 



Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

±= ] Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

%0 210 215 220 

if- 

A Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

? } 225 230 235 240 

Leu Tyr Lys 

[Pi 

<210> 67 
%, t <211> 732 

J^j <212> DNA 

^ <213> Artificial Sequence 



3 t 



<220> 

<223> Description of Artificial Sequence: Leu (TTA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 67 

atg tta tta tta tta tta age aag ggc gag gaa ctg ttc act ggc gtg 
Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



-xcvii- 



- xcviii - 



gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
_ 85 90 95 

o 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

■yp Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag 'ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 



-xcviii- 



- xcix - 



lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 68 
<211> 243 
<212> PRT 

<213> Artificial Sequence 

u 

if\ <400> 68 

igi Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

Q 1 5 10 15 

^ Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

U| 20 25 30 

Hh 

if! Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

J' 35 40 45 

^ Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

O 

fjj Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

p 65 70 75 80 

y. 

A sp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



-xcix- 



- c - 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 

<210> 69 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu (TTG) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 69 

atg ttg ttg ttg ttg ttg age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Leu Leu Leu Leu Leu Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-C- 



- ci - 



tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 



aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

0*| Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

p 165 170 175 

y- 

8 ' 9 a 9 9 at gg a tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 



-ci- 



- en - 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 70 
<211> 243 
<212> PRT 

<213> Artificial Sequence 



<400> 70 

Met Leu Leu Leu Leu Leu Ser 
1 5 



Lys Gly Glu Glu 
10 



Leu Phe Thr Gly Val 
15 



Val Pro He Leu Val Glu Leu 
20 



Asp Gly Asp Val 
25 



Asn Gly His Lys Phe 
30 



Ser Val Ser Gly Glu Gly Glu 
35 



Gly Asp Ala Thr Tyr 
40 



Gly Lys Leu Thr 
45 



Leu Lys Phe He Cys Thr Thr 
50 55 



Gly Lys Leu Pro Val Pro Trp Pro Thr 
60 



Leu Val Thr Thr Phe Ser Tyr 
65 70 



Gly Val Gin Cys 
75 



Phe Ser Arg Tyr Pro 
80 



Asp His Met Lys Gin His Asp 
85 



Phe Phe Lys Ser 
90 



Ala Met Pro Glu Gly 
95 



Tyr Val Gin Glu Arg Thr He 
100 



Phe Phe Lys Asp Asp 
105 



Gly Asn Tyr Lys 
110 



Thr Arg Ala Glu Val Lys Phe 
115 



Glu Gly Asp Thr 
120 



Leu Val Asn Arg He 
125 



Glu Leu Lys Gly lie Asp Phe 
130 135 



Lys Glu Asp Gly Asn He Leu Gly His 
140 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 



-cii- 



145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 * 230 235 240 

Leu Tyr Lys 



<210> 71 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Lys (AAA) 5GFP 

<220> 

<221> CDS 

<222> ■ (1) . . (732) 

<400> 71 

atg aaa aaa aaa aaa aaa age aag ggc gag gaa ctg ttc act ggc gtg 
Met Lys Lys Lys Lys Lys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gt.c cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 



+ 1 



"SSI' 



- civ - 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50- 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 



-civ- 



Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



ctg tac aag tga 
Leu Tyr Lys 



<210> 72 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 72 

Met Lys Lys Lys Lys Lys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 



-cv- 



Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 73 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Lys (AAG) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 73 

atg aag aag aag* aag aag age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Lys Lys Lys Lys Lys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



-cvi- 



- evil - 



ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 



-cvii- 



- cvm - 



Leu Tyr Lys 

<210> 74 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 74 

Met Lys Lys Lys Lys Lys Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

U 50 55 60 

J Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

SI 65 70 75 80 

W Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

W 85 90 95 

sr. 

|fi Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

J' 100 105 110 

W Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

115 120 125 



O 



Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 



-cviii- 



- cix - 



lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 

<210> 75 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

^ <223> Description of Artificial Sequence: Phe (TTT ) 5GFP 

w 

j£i <220> 

ifl <221> CDS 

g <222> (1) . . (732) 

O <400> 75 

^ atg ttt ttt ttt ttt ttt age aag ggc gag gaa ctg ttc act ggc gtg 48 

£\ Met Phe Phe Phe Phe Phe Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

Lfl 1 5 10 15 

^ gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

H Val Pr ° He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

Nl 20 25 30 

rfl tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc acc 14 4 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
J; 35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



-cix- 



- cx - 



gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



432 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
^, 145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
%fi Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

Q 165 170 175 

rf\ gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

W Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

«P 180 185 190 

a PI 

y ! 

a ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
r\ 195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Jf! Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

fi 210 215 220 



ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 76 



-cx- 



- CXI - 



<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 76 • 

Met Phe Phe Phe Phe Phe Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly. Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 ' 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

o 

\£i Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

£l 85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

r*; ioo 105 no 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
HI 115 120 125 

™, Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

T: 130 135 140 

Si 

Q Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

Cfi 145 150 155 160 

y Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 



-cxi- 




-cxii- 



- cxin - 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 175 

0 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

,f; Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

pi 180 185 190 

W ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
=E; 195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

L. Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

Si 

Q ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

ffi Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

q 225 230 235 240 

- ctg tac aag tga 732 

Leu Tyr Lys 



<210> 78 
<211> 243 
<212> PRT 

<213> Artificial Sequence 



-cxiii- 




<400> 78 





Met 
1 


Phe 


Phe 


Phe 


Phe 
5 


Phe 


Ser 


Lys 


Gly 


Glu 
10 


Glu 


Leu 


Phe 


Thr 


Gly 
15 


Val 




Val 


Pro 


He 


Leu 
20 


Val 


Glu 


Leu 


Asp 


Gly Asp 
25 


Val 


Asn 


Gly 


His 
30 


Lys 


Phe 




Ser 


Val 


Ser 
35 


Gly 


Glu 


Gly 


Glu 


Gly Asp 
40 


Ala 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 


Thr 




Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly 


Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 


Thr 




Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly 


Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 


Pro 
80 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 


0 


Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly 


Asn 
110 


Tyr 


Lys 


jxs. 


Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu 

1 OA 

IZU 


Gly Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 


He 


I 3 ! 

HF 
S r*i 


Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 
135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 


His 




Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


Asp 
160 




Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


He 


Arg 


His 


Asn 
175 


He 


M> 


Glu 


Asp 


Gly 


Ser 
180 


Val 


Gin 


Leu 


Ala 


Asp 
185 


His 


Tyr 


Gin 


Gin 


Asn 
190 


Thr 


Pro 




lie 


Gly 


Asp 
195 


Gly 


Pro 

IT J. KJ 


v a J. 


Leu 


Leu 
200 


Pro 


Asp 


Asn 


His 


Tyr 
205 


Leu 


Ser 


Thr 




Gin 


Ser 
210 


Ala 


Leu 


Ser 


Lys 


Asp 
215 


Pro 


Asn 


Glu 


Lys 


Arg 
220 


Asp 


His 


Met 


Val 




Leu 
225 


Leu 


Glu 


Phe 


Val 


Thr 

230 


Ala 


Ala 


Gly 


He 


Thr 
235 


His 


Gly 


Met 


Asp 


Glu 
240 



-cxiv- 



- cxv - 



Leu Tyr Lys 



<210> 79 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CCC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



•art' 



<400> 79 

atg ccc ccc ccc ccc ccc age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



-cxv- 



- cxvi - 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
^ 180 185 190 

-Jp atc gg c g ac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

Lfi lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

J 5 *; cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
=p: 210 215 220 

I ?! 

J' ct g ctg gag ttt gtg acc get get ggg atc aca cat ggc atg gac gag 720 

~ Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

M 

D ctg tac aag tga 732 

|Jj Leu Tyr Lys 



<210> 80 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 80 

Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



-cxvi- 






Val 


Pro 


He 


Leu 
20 


Val 


Glu 


Leu 


Asp 


Gly Asp 
25 


Val 


Asn 


Gly 


His 
30 


Lys 


Phe 




Ser 


Val 


Ser 
35 


Gly 


Glu 


Gly 


Glu 


Gly 
40 


Asp 


Ala 


Thr 


Tyr 


Gly 
45 


Lys 


Leu 


Thr 




Leu 


Lys 
50 


Phe 


He 


Cys 


Thr 


Thr 
55 


Gly 


Lys 


Leu 


Pro 


Val 
60 


Pro 


Trp 


Pro 


Thr 




Leu 
65 


Val 


Thr 


Thr 


Phe 


Ser 
70 


Tyr 


Gly 


Val 


Gin 


Cys 
75 


Phe 


Ser 


Arg 


Tyr 


Pro 
80 




Asp 


His 


Met 


Lys 


Gin 
85 


His 


Asp 


Phe 


Phe 


Lys 
90 


Ser 


Ala 


Met 


Pro 


Glu 
95 


Gly 




Tyr 


Val 


Gin 


Glu 
100 


Arg 


Thr 


He 


Phe 


Phe 
105 


Lys 


Asp 


Asp 


Gly Asn 
110 


Tyr 


Lys 


a. 


Thr 


Arg 


Ala 
115 


Glu 


Val 


Lys 


Phe 


Glu 
120 


Gly Asp 


Thr 


Leu 


Val 
125 


Asn 


Arg 


He 


a,.' 
& 

~? ; 


Glu 


Leu 
130 


Lys 


Gly 


He 


Asp 


Phe 
135 


Lys 


Glu 


Asp 


Gly Asn 
140 


He 


Leu 


Gly 


His 


p ; 

y»j 


Lys 
145 


Leu 


Glu 


Tyr 


Asn 


Tyr 
150 


Asn 


Ser 


His 


Asn 


Val 
155 


Tyr 


He 


Met 


Ala 


Asp 
160 


4*' 

; r"t 
W ! 


Lys 


Gin 


Lys 


Asn 


Gly 
165 


He 


Lys 


Val 


Asn 


Phe 
170 


Lys 


lie 


Arg 


His 


Asn 
175 


He 


n 

"VI 


Glu 


Asp 


Gly 


Ser 
180 


Val 


Gin 


Leu 


Ala 


Asp 
185 


His 


Tyr 


Gin 


Gin 


Asn 
190 


Thr 


Pro 


0 


He 


Gly 


Asp 
195 


Gly 


Pro 


Val 


Leu 


Leu 


Pro 


Asp 


Asn 


His 


Tyr 
205 


Leu 


Ser 


Thr 




Gin 


Ser 
210 


Ala 


Leu 


Ser 


Lys 


Asp 
215 


Pro 


Asn 


Glu 


Lys 


Arg Asp 
220 


His 


Met 


Val 




Leu 
225 


Leu 


Glu 


Phe 


Val 


Thr 
230 


Ala 


Ala 


Gly 


He 


Thr 
235 


His 


Gly Met 


Asp 


Glu 
240 



Leu Tyr Lys 



-cxvii- 



- cxviii - 



<210> 81 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CCG)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 81 

atg ccg ccg ccg ccg ccg age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
^ Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

^ 20 25 30 

.3. 

if; tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

Sj 35 40 45 

4;; ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

+i Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

If! 50 55 60 



SI 



ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



01 gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

Q Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

y 85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

115 120 125 



-cxviii- 



- cxix - 



gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 

130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 82 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 82 

Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 



-cxix- 



- cxx - 



35 



40 



45 



Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 83 
<211> 732 
<212> DNA 

<213> Artificial Sequence 



-cxx- 



- cxxi - 



<220> 

<223> Description of Artificial Sequence: Pro(CCT)5GFP 

<220> 
<221> CDS 
<222> (1) . . (732) 

<400> 83 

atg cct cct cct cct cct age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

k£\ ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Q Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

Mj! ct 9 9 tc a ct acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

+; Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

If! 65 70 75 80 

S 

j*. gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

r*\ Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

^ 85 90 95 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-cxxi- 



- cxxn - 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

v£i ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

if! Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

A 225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 

~ ! <210> 84 

L. <211> 243 

H <212> PRT 

%i <213> Artificial Sequence 



ffi <400> 84 

Met Pro Pro Pro Pro Pro Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



-exxii- 



- cxxni - 



Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 85 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CGA)5GFP 



-cxxiii- 



o 

=5) 



JSSt, 



- cxxiv - 



<220> 

<221> CDS 

<222> (1) . . (732) • 

<400> 85 

atg cga cga cga cga cga age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Arg Arg Arg Arg Arg Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 14 4 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
~; Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

145 150 155 160 



-CXXiv- 




-cxxv- 



- cxxvi - 



Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 87 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser{AGC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



-cxxvi- 



o 

O 



cxxvii - 



<400> 87 

atg age age age age age age aag ggc gag gaa ctg ttc act ggc gtg 4 8 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act ace ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

O 65 70 75 80 

€l 

yp gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

' Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

Si 85 90 95 

Isar 

yj tat gtg cag gag aga ace ate ttt ttc aaa gat gac ggg aac tac aag 336 

£ Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

?fj 100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 4 32 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 



-cxxvii- 



- cxxvin - 





gag 


gat 


gga 


tec 


gtg 


cag 


ctg 


gee 


gac 


cat 


tat 


caa 


cag 


aac 


act 


cca 




Glu 


Asp 


Gly 


Ser 


Val 


Gin 


Leu 


Ala 


Asp 


His 


Tyr 


Gin 


Gin 


Asn 


Thr 


Pro 










1 OA 

1 o U 










IOC 

loo 










190 








ate 


ggc 


gac 


ggc 


cct 


gtg 


etc 


etc 


cca 


gac 


aac 


cat 


tac 


ctg 


tec 


acc 




He 


Gly 


Asp 


Gly 


Pro 


Val 


Leu 


Leu 


Pro 


Asp 


Asn 


His 


Tyr 


Leu 


Ser 


Thr 








1 

i y j 










'I A A 

200 










205 










cag 


tct 


gec 


ctg 


tct 


aaa 


gat 


ccc 


aac 


gaa 


aag 


aga 


gac 


cac 


atq 


at c 




Gin 


Ser 


Ala 


Leu 


Ser 


Lys 


Asp 


Pro 


Asn 


Glu 


Lys 


Arg 


Asp 


His 


Met 


Val 






OTA 

Z 1U 










215 










220 










ctg 


ctg 


gag 


ttt 


gtg 


acc 


get 


get 


ggg 


ate 


aca 


cat 


ggc 


atg 


gac 


gag 




Leu 


Leu 


Glu 


Phe 


Val 


Thr 


Ala 


Ala 


Gly 


He 


Thr 


His 


Gly 


Met 


Asp 


Glu 




225 










o n a 

230 










235 






240 




ctg 


tac 


aag 


tga 




























Leu 


Tyr 


Lys 




























u 

st. 
•- : : 


<210> 88 




























. r*: 


<211> 243 






























<212> PRT 




























^=3 ! 

JC5?. 

w 


<213> Artificial Sequence 






















<400> 88 






























Met 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Lys 


Gly 


Glu 


Glu 


Leu 


Phe 


Thr 


Gly 


Val 


If! 
%$ ; 


1 








5 










10 










15 




5 


Val 


Pro 


He 


Leu 


Val 


Glu 


Leu 


Asp 


Gly Asp 


Val 


Asn 


Gly 


His 


Lys 


Phe 


5 : 








20 










25 










30 




SI 


































U 


Ser 


Val 


Ser 


Gly 


Glu 


Gly 


Glu 


Gly Asp Ala 


Thr 


Tyr 


Gly 


Lys 


Leu 


Thr 


»-j i 






35 










40 










45 






«=r 


Leu 


Lys 


Phe 


He 


Cys 


Thr 


Thr 


Gly 


Lys 


Leu 


Pro 


Val 


Pro 


Trp 


Pro 


Thr 


M; 




50 










55 










60 










Leu 


Val 


Thr 


Thr 


Phe 


Ser 


Tyr 


Gly Val 


Gin 




IT! it- 


Ser 


Arg 


iyr 


D v- 

r ro 




65 










70 










75 






80 




Asp 


His 


Met 


Lys 


Gin 


His 


Asp 


Phe 


Phe 


Lys 


Ser 


Ala 


Met 


Pro 


Glu 


Gly 












85 










90 










95 




Tyr 


Val 


Gin 


Glu 


Arg 


Thr 


He 


Phe 


Phe 


Lys 


Asp 


Asp 


Gly Asn 


Tyr 


Lys 



576 



624 



672 



720 



732 



-exxviii- 



- cxxix - 



100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp -Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 89 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser (AGT ) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 89 

atg agt agt agt agt agt age aag ggc gag gaa ctg ttc act ggc gtg 
Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



-cxxix- 




-cxxx- 



- cxxxi - 



ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 . 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 90 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 90 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu 
1 5 10 

Val Pro lie Leu Val Glu Leu Asp Gly Asp 
20 25 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala 
35 40 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu 
' 50 55 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin 
65 70 

Asp His Met Lys Gin His Asp Phe Phe Lys 
85 90 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys 
100 105 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp 
115 120 



Glu Leu Phe Thr 



Gly Val 
15 



Val Asn Gly His Lys Phe 
30 

Thr Tyr Gly Lys Leu Thr 
45 

Pro Val Pro Trp Pro Thr 
60 



Cys Phe Ser Arg 
75 

Ser Ala Met Pro 



Asp Asp Gly Asn 
110 

Thr Leu Val Asn 
125 



Tyr Pro 
80 

Glu Gly 
95 

Tyr Lys 
Arg lie 



-cxxxi- 



- cxxxii - 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

f. 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 91 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCA)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 91 

atg tea tea tea tea tea age aag ggc gag gaa ctg ttc act ggc gtg 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-cxxxii- 



5 

o 



- CXXX111 - 



tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



,f» acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

», Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

5! 115 120 125 



W gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

-g; Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

Lp i3 ° 135 140 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-cxxxiii- 



- cxxxiv - 



cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 92 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 92 

_ Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

pi 5 .10 15 

^ Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

5i 20 25 30 



Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
" ! 50 55 60 

D Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

SI 65 70 75 80 

o 

ff { Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

f*\ 85 90 95 

W 

N' Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-cxxxiv- 



y i 



- cxxxv 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 

<210> 93 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 93 

atg tec tec tec tec tec age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 



-cxxxv- 



a. 



y ! 

S 

It 

O 



- cxxxvi - 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



-cxxxvi- 



- cxxxvn - 




ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 



ctg tac aag tga 
Leu Tyr Lys 



<210> 94 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 94 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 



225 



230 



235 



240 



-exxxvii- 



- cxxxviii - 



165 



170 



175 



Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 95 
^ <211> 732 

O <212> DNA 

<213> Artificial Sequence 

r-i <220> 

<223> Description of Artificial Sequence: Ser(TCG)5GFP 

W 

W <220> 

J£ <221> CDS 

Lf| <222> (1) . . (732) 

JU <400> 95 

at 9 tc 9 tc 9 teg teg teg age aag ggc gag gaa ctg ttc act ggc gtg 48 
^ Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

O 1 5 10 15 

p gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

y Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 



-cxxxviii- 



- cxxxix - 



ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



-cxxxix- 



1=3* 

o 



.555. 



Mi 



- cxl - 



ctg tac aag tga 732 
Leu Tyr Lys 

<210> 96 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 96 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



Si Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

3 115 120 125 



ii t 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 



-cxl- 




-cxli- 



- cxlii - 



gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



-cxlii- 



W 



<210> 98 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 98 

Met Ser Ser Ser Ser Ser Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-cxliii- 



- cxliv - 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 

225 230 235 240 



Leu Tyr Lys 



<210> 99 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr (ACA) 5GFP 

<220> 
<221> CDS 
O <222> (1) . . (732) 

J <400> 99 

;S atg aca aca aca aca aca age aag ggc gag gaa ctg ttc act ggc gtg 48 

:J Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

H 1 5 10 15 

£ gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

If; Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

20 25 30 

s 

j=*: tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 14 4 

Si Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

Q 35 40 45 

ffi 

f*j ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act ace ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



-cxliv- 



- cxlv - 



tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 100 
<211> 243 
<212> PRT 

<213> Artificial Sequence 



-cxlv- 



3S?! 



- cxlvi - 



<400> 100 

Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 



-cxlvi- 



- cxlvii - 



225 230 235 240 

Leu Tyr Lys 



<210> 101 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr <ACC) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 101 

atg acc acc acc acc acc age aag ggc gag gaa ctg ttc act ggc gtg 

Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



-cxlvii- 



- cxlviii - 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 



atc ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
p Ile G1 Y As P G1 Y Pro v al Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

p 195 200 205 

ca g tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
4". Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

IT! 210 215 220 

q ctg ctg gag ttt gtg acc get get ggg atc aca cat ggc atg gac gag 720 

t j Leu Leu Glu Phe Val Thr Ala Ala Gly Ile Thr His Gly Met Asp Glu 

225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 

<210> 102 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 102 

Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 



-cxlviii- 



- cxlix - 



Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



-cxlix- 



■==3, 

Si 

n 
■=»■ 



- cl 



<210> 103 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr (ACG) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 103 

atg acg acg acg acg acg age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp VaT Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 



p gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 

y, As P H is Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 



-Cl- 



- cli - 



gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
S 195 200 205 



cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 



Q 

W ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

sp; Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

IJ\ 225 230 235 240 

JL ct 9 tac aa 9 tga 732 

^ Leu Tyr Lys 

M 

ffi <210> 104 

<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 104 

Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



-Cli- 



- clii - 



Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 



4*: 



© 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



<210> 105 
<211> 732 
<212> DNA 



-clii- 



-tit I 



- cliii - 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr (ACT ) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 105 

atg act act act act act age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-cliii- 



- cliv - 



aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
" 145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

_ Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

D 210 215 220 

if! ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 

p] Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

~ 225 230 235 240 

w 

W ctg tac aag tga 732 

jj; Leu Tyr Lys 

S?i 

^ <210> 106 

U <211> 243 

Si <212> PRT 

jp <213> Artificial Sequence 

^ <400> 106 

r*' Met Thr Thr Thr Thr Thr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

N : 1 5 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 



-cliv- 



S : 



- civ - 



50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie 
115 120 125 

Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 107 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Trp (TGG) 5GFP 



-civ- 



<220> 

<221> CDS 

<222> (1) . . (732) 



<400> 107 

atg tgg tgg tgg tgg tgg age aag 
Met Trp Trp Trp Trp Trp Ser Lys 
1 5 

gtc cca att etc gtg gaa ctg gat 
Val Pro lie Leu Val Glu Leu Asp 
20 

tct gtc age gga gag ggt gaa ggt 
Ser Val Ser Gly Glu Gly Glu Gly 
35 40 

ctg aaa ttc ate tgc ace act gga 
Leu Lys Phe lie Cys Thr Thr Gly 
50 55 

ctg gtc act acc ttc tct tat ggc 
Leu Val Thr Thr Phe Ser Tyr Gly 
65 70 



ggc gag gaa ctg ttc act ggc gtg 
Gly Glu Glu Leu Phe Thr Gly Val 
10 15 

ggc gat gtg aat ggg cac aaa ttt 
Gly Asp Val Asn Gly His Lys Phe 
25 30 

gat gec aca tac gga aag etc acc 
Asp Ala Thr Tyr Gly Lys Leu Thr 
45 

aag etc cct gtg cca tgg cca aca 
Lys Leu Pro Val Pro Trp Pro Thr 
■ 60 

gtg cag tgc ttt tec aga tac cca 
Val Gin Cys Phe Ser Arg Tyr Pro 
75 80 



gac cat atg aag cag cat gac ttt 
Asp His Met Lys Gin His Asp Phe 
85 

tat gtg cag gag aga acc ate ttt 
Tyr Val Gin Glu Arg Thr He Phe 
100 



ttc aag age gee atg ccc gag ggc 
Phe Lys Ser Ala Met Pro Glu Gly 
90 95 

ttc aaa gat gac ggg aac tac aag 
Phe Lys Asp Asp Gly Asn Tyr Lys 
105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 




-clvii- 



- clviii - 



Asp His Met 

Tyr Val Gin 

Thr Arg Ala 
115 

Glu Leu Lys 
130 

Lys Leu Glu 
145 

Lys Gin Lys 
Glu Asp Gly 



lie Gly Asp 
195 



Lys Gin His Asp Phe Phe Lys Ser Ala Met 
85 90 

Glu Arg Thr lie Phe Phe Lys Asp Asp Gly 
100 105 

Glu Val Lys Phe Glu Gly Asp Thr Leu Val 
120 125 

Gly lie Asp Phe Lys Glu Asp Gly Asn lie 
135 140 

Tyr Asn Tyr Asn Ser His Asn Val Tyr lie 
150 155 

Asn Gly lie Lys Val Asn Phe Lys lie Arg 
165 170 

Ser Val Gin Leu Ala Asp His Tyr Gin Gin 
180 185 



Pro Glu Gly 
95 

Asn Tyr Lys 
110 

Asn Arg lie 
Leu Gly His 



Met Ala Asp 
160 

His Asn lie 
175 

Asn Thr Pro 
190 



Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
200 205 



W Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

.p; 210 215 220 

S ?! 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
1 225 2 30 235 240 



Leu Tyr Lys 



<210> 109 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Tyr (TAT) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



-clviii- 



- clix - 



<400> 109 

atg tat tat tat tat tat age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Tyr Tyr Tyr Tyr Tyr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 



-Clix- 



- clx - 



gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 110 
_ <211> 243 

Q <212> PRT 

© <213> Artificial Sequence 

% <400> 110 



Met Tyr Tyr Tyr Tyr Tyr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 



-clx- 



- clxi - 



Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



■;■„! Leu Tyr Lys 

y I 

s 

O <210> 111 

\; <211> 732 

<212> DNA 
S <213> Artificial Sequence 

y j 

O <220> 

H : <223> Description of Artificial Sequence: Tyr (TAC) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



<400> 111 

atg tac tac tac tac tac age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Tyr Tyr Tyr Tyr Tyr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 



-clxi- 



- clxii - 



15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

9 ac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
W Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

^ 85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 



acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



Q aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

y Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

= ' 145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

165 170 ^ 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 



-clxii- 



- clxiii - 



ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 112 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 112 

Met Tyr Tyr Tyr Tyr Tyr Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 



= Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

P 35 40 45 

S! 

□ Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 



Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
H ' 65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 



-clxiii- 



- clxiv - 



115 

Glu Leu Lys Gly lie 
130 

Lys Leu Glu Tyr Asn 
145 

Lys Gin Lys Asn Gly 
165 

Glu Asp Gly Ser Val 
180 

lie Gly Asp Gly Pro 
195 

Gin Ser Ala Leu Ser 
210 

Leu Leu Glu Phe Val 
225 

Leu Tyr Lys 



<210> 113 
<211> 732 
<212> DNA 
<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Val (GTA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 113 

atg gta gta gta gta gta age aag ggc gag gaa ctg ttc act ggc gtg 

Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 



120 

Asp Phe Lys Glu Asp Gly 
135 



Tyr Asn Ser His Asn Val 
150 155 

lie Lys Val Asn Phe Lys 
170 

Gin Leu Ala Asp His Tyr 
185 

Val Leu Leu Pro Asp Asn 
200 

Lys Asp Pro Asn Glu Lys 
215 

Thr Ala Ala Gly He Thr 
230 235 



125 

Asn He Leu Gly His 
140 

Tyr He Met Ala Asp 
160 

He Arg His Asn He 
175 

Gin Gin Asn Thr Pro 
190 

His Tyr Leu Ser Thr 
205 

Arg Asp His Met Val 
220 

His Gly Met Asp Glu 
240 



-clxiv- 



- clxv - 



20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 

r*i Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 

100 105 110 

^ ! acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 

U Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

O 115 120 125 

yj 

j=: gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 

~ ] 130 135 140 

O aa 9 ct 9 9 aa tac aa c tat aac tec cac aat gtg tac ate atg gec gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

Q 145 150 155 160 

^[ aa 9 caa aa 9 aa t ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

W Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys He Arg His Asn He 

N : 165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 



-clxv- 



- clxvi - 



cag tct gcc ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 114 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 114 

Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



-clxvi- 



- clxvii - 



Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val' Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 115 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val(GTC)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 115 

atg gtc gtc gtc gtc gtc age aag ggc gag gaa ctg ttc act ggc gtg 
Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc acc 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 



- clxviii - 



35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 



aa <3 ct 9 9 aa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 

s s w Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 

^ 145 150 155 160 

P aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 

SI L V S Gln L ys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
fl 165 170 175 

i*j 9 a 9 g a t gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 

W Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

N ; 180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 



-clxviii- 



- clxix - 



ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 
Leu Tyr Lys 



<210> 116 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 116 

Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 



-clxix- 



- clxx - 



Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 



Leu Tyr Lys 



= ; 

s 

if! 



<210> 117 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val(GTG)5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 117 

atg gtg gtg gtg gtg gtg age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gee aca tac gga aag etc ace 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 ^ 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 



-clxx- 



• a* 1 



- clxxi - 



50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
' 85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 



-clxxi- 



- clxxii - 



ctg tac aag tga 732 
Leu Tyr Lys 

<210> 118 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 118 

Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg 'Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 HO 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys lie Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 



-clxxii- 



- clxxiii - 



180 



185 



190 



lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 

195 200 205 

Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 

210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 

225 230 235 240 



Leu Tyr Lys 



if! 



<210> 119 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val (GTT) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 119 

atg gtt gtt gtt gtt gtt age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro He Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 



-clxxiii- 



- clxxiv - 



65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

gag gat gga tec gtg cag ctg gec gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



-clxxiv- 



- clxxv - 



<210> 120 
<211> 243 
<212> PRT 

<213> Artificial Sequence 
<400> 120 

Met Val Val Val Val Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 
165 170 175 

Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



-clxxv- 



- clxxvi - 



Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

Leu Leu Glu Phe Val Thr Ala Ala Gly lie Thr His Gly Met Asp Glu 
225 230 235 240 

Leu Tyr Lys 



<210> 121 
<211> 732 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Stop (TAA) 5GFP 

<220> 
<221> CDS 
<222> (1) . . (732) 

<400> 121 

atg taa taa taa taa taa age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

^. Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 

J*| 20 25 30 

W 

O tc t gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

ff: Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

f=< 35 40 45 



ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe lie Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gec atg ccc gag ggc 288 



-clxxvi- 



- clxxvii - 



Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc gct'gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
Glu Leu Lys Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp 
145 150 155 160 

O aa 9 caa aa 9 aat 9'9C ate aag gtc aac ttc aag ate aga cac aac att 528 

,f; Lys Gin Lys Asn Gly He Lys Val Asn Phe Lys He Arg His Asn He 

J 165 170 175 

g a g gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 57 6 
W Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 

W 180 185 190 

=51 

y?l ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 

He Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 



E 



cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 

<210> 122 
<211> 732 



-clxxvii- 



- clxxviii - 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Stop (TAG) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 

<400> 122 

atg tag tag tag tag tag age aag ggc gag gaa ctg ttc act ggc gtg 48 

Met Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 
15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 

Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

O 

,f; tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc ace 144 

- Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 

s*. 35 40 45 

#=»! 

.H ctg aaa ttc ate tgc ace act gga aag etc cct gtg cca tgg cca aca 192 

W Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 

£ 50 55 60 

th 

~' ct 9 9 tc act ac c ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 

^ Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 

^ ! 65 70 75 80 

N 

O 9 ac cat at 9 aa 9 ca 9 cat <3 ac ttt ttc aag age gec atg ccc gag ggc 288 

Fp Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 

n 85 90 95 

^ ta t gtg cag gag aga ace ate ttt ttc aaa gat gac ggg aac tac aag 336 

Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

ace cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 
Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 
115 120 125 

gag ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 



-clxxviii- 



if I 



4'- 



3=*; 



- clxxix - 



Glu Leu Lys Gly lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His 
130 135 140 

aag ctg gaa tac aac tat aac tec cac aat gtg tac ate atg gee gac 480 
Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp 
145 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 
Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gee ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



<210> 123 

~ <211> 732 

<212> DNA 

yi <213> Artificial Sequence 

jU <220> 

<223> Description of Artificial Sequence: Stop (TGA) 5GFP 

<220> 

<221> CDS 

<222> (1) . . (732) 



<400> 123 



-clxxix- 



- clxxx - 



atg tga tga tga tga tga age aag ggc gag gaa ctg ttc act ggc gtg 48 
Met Ser Lys Gly Glu Glu Leu Phe Thr Gly Val 

15 10 15 

gtc cca att etc gtg gaa ctg gat ggc gat gtg aat ggg cac aaa ttt 96 
Val Pro lie Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe 
20 25 30 

tct gtc age gga gag ggt gaa ggt gat gec aca tac gga aag etc acc 144 
Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr 
35 40 45 

ctg aaa ttc ate tgc acc act gga aag etc cct gtg cca tgg cca aca 192 
Leu Lys Phe He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr 
50 55 60 

ctg gtc act acc ttc tct tat ggc gtg cag tgc ttt tec aga tac cca 240 
Leu Val Thr Thr Phe Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro 
65 70 75 80 

gac cat atg aag cag cat gac ttt ttc aag age gee atg ccc gag ggc 288 
Asp His Met Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly 
85 90 95 

tat gtg cag gag aga acc ate ttt ttc aaa gat gac ggg aac tac aag 336 
Tyr Val Gin Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys 
100 105 110 

acc cgc get gaa gtc aag ttc gaa ggt gac acc ctg gtg aat aga ate 384 



s Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He 

Q 115 120 125 

SJ 

ctg aag ggc att gac ttt aag gag gat gga aac att etc ggc cac 432 
5, Glu Leu L y s G1 Y Ile As P ph e Lys Glu Asp Gly Asn He Leu Gly His 

« ! 130 135 140 

Pi 

■SB?! 

H ! aa 9 ct g gaa tac aac tat aac tec cac aat gtg tac ate atg gec gac 480 

Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr Ile Met Ala Asp 

1^5 150 155 160 

aag caa aag aat ggc ate aag gtc aac ttc aag ate aga cac aac att 528 
Lys Gin Lys Asn Gly Ile Lys Val Asn Phe Lys Ile Arg His Asn Ile 
165 170 175 

gag gat gga tec gtg cag ctg gee gac cat tat caa cag aac act cca 576 



-clxxx- 



- clxxxi - 



Glu Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro 
180 185 190 

ate ggc gac ggc cct gtg etc etc cca gac aac cat tac ctg tec acc 624 
lie Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr 
195 200 205 

cag tct gec ctg tct aaa gat ccc aac gaa aag aga gac cac atg gtc 672 
Gin Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val 
210 215 220 

ctg ctg gag ttt gtg acc get get ggg ate aca cat ggc atg gac gag 720 
Leu Leu Glu Phe Val Thr Ala Ala Gly He Thr His Gly Met Asp Glu 
225 230 235 240 

ctg tac aag tga 732 
Leu Tyr Lys 



Q <210> 124 

^ <211> 717 



<212> DNA 
<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: GFP humanized 
control 

<220> 

<221> CDS 

<222> (1) . . (717) 

<400> 124 

atg age aag ggc gag gaa ctg ttc act ggc gtg gtc cca att etc gtg 48 

Met Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu Val 
15 10 15 

gaa ctg gat ggc gat gtg aat ggg cac aaa ttt tct gtc age gga gag 96 
Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 

ggt gaa ggt gat gee aca tac gga aag etc acc ctg aaa ttc ate tgc 144 
Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He Cys 
35 40 45 



-clxxxi- 
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Thr Ala Ala Gly He Thr His Gly Met Asp Glu Leu Tyr Lys 
225 230 235 



fes' 



5* 

If! 



y i 



<210> 125 
< , 211> 238 
<212> PRT 

<213> Artificial Sequence 
<400> 125 

Met Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu Val 
15 10 15 

Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 

Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He Cys 
35 40 45 

Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe 
50 55 60 

Ser Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys Gin 
65 70 75 80 



y,! His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 



85 90 95 

Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
100 105 110 

Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly He 
115 120 125 

Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr Asn 
130 135 140 

Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin Lys Asn Gly 
145 150 155 160 

He Lys Val Asn Phe Lys He Arg His Asn He Glu Asp Gly Ser Val 
165 170 175 

Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp Gly Pro 
180 185 190 



-clxxxiii- 
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Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu Ser 
195 200 205 

Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val 
210 215 220 

Thr Ala Ala Gly lie Thr His Gly Met Asp Glu Leu Tyr Lys 
225 230 235 

<210> 126 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala(GCA)5 
primer 

Pi <400> 126 

Jl cggggtacca tggcagcagc agcagca agc aagggcgagg aactgttcac tggc 54 

O <210> 127 

O <211> 54 

hi <212> DNA 

•sat- 

_g; <213> Artificial Sequence 

^ <220> 

^ <223> Description of Artificial Sequence: Ala(GCC)5 

tj primer 

Si 

=*. <400> 127 

cggggtacca tggccgccgc cgccgcc agc aagggcgagg aactgttcac tggc 54 

£ 

U <210> 128 

<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala(GCG)5 
primer 



-clxxxiv- 
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<400> 128 

cggggtacca tggcggcggc ggcggcg agc aagggcgagg aactgttcac tggc 

<210> 1293 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ala(GCT)5 
primer 

<400> 129 

cggggtacca tggctgctgc tgctgct agc aagggcgagg aactgttcac tggc 

<210> 130 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg ( AGA) 5 
primer 

<400> 130 

cggggtacca tgagaagaag aagaaga agc aagggcgagg aactgttcac tggc 

<210> 131 
<211> 54 
<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg { AGG ) 5 
primer 

<400> 131 

cggggtacca tgaggaggag gaggagg agc aagggcgagg aactgttcac tggc 
<210> 132 



-clxxxv- 
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<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg (CGA) 5 
primer 

<400> 132 

cggggtacca tgcgacgacg acgacga agc aagggcgagg aactgttcac tggc 54 



<210> 133 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Arg(CGC)5 
^ primer 

Jl <400> 133 

yp cggggtacca tgcgccgccg ccgccgc agc aagggcgagg aactgttcac tggc 54 

O <210> 134 

W. <211> 54 

»g; <212> DNA 

|fi <213> Artificial Sequence 

% } <220> 

J*! <223> Description of Artificial Sequence: Arg (CGG) 5 
"Si primer 

ffi <400> 134 

f*i cggggtacca tgcggcggcg gcggcgg agc aagggcgagg aactgttcac tggc 54 



<210> 135 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: arg(CGT)5 



-clxxxvi- 



- clxxxvii - 



# 



primer 
<400> 135 

cggggtacca tgcgtcgtcg tcgtcgt agc aagggcgagg aactgttcac tggc 

<210> 136 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asn(AAC)5 
primer 

<400> 136 

cggggtacca tgaacaacaa caacaac agc aagggcgagg aactgttcac tggc 

<210> 137 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asn (AAT) 5 
primer 

<400> 137 

cggggtacca tgaataataa taataat agc aagggcgagg aactgttcac tggc 

<210> 138 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asp(GAC)5 
primer 

<400> 138 

cggggtacca tggacgacga cgacgac agc aagggcgagg aactgttcac tggc 



-clxxxvii- 



- clxxxviii - 



<210> 139 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Asp (GAT) 5 
primer 

<400> 139 

cggggtacca tggatgatga tgatgat agc aagggcgagg aactgttcac tggc 54 



<210> 140 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

p <223> Description of Artificial Sequence: Cys(TGC)5 

primer 

a j ; <400> 140 

Q cggggtacca tgtgctgctg ctgctgc agc aagggcgagg aactgttcac tggc 54 



W 

If! 



<210> 141 
<211> 54 
<212> DNA 

<213> Artificial Sequence 



o 

SJ <220> 

<223> Description of Artificial Sequence: Cys(TGT)5 
~i primer 

CD <400> 141 

M' cggggtacca tgtgttgttg ttgttgt agc aagggcgagg aactgttcac tggc 54 



<210> 142 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 



-clxxxviii- 
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<223> Description of Artificial Sequence: Gln(CAA)5 
primer 

<400> 142 

cggggtacca tgcaacaaca acaacaa agc aagggcgagg aactgttcac tggc 

<210> 143 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gln(CAG)5 
primer 

<400> 143 

cggggtacca tgcagcagca gcagcag agc aagggcgagg aactgttcac tggc 

<210> 144 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Glu(GAA)5 
primer 

<400> 144 

cggggtacca tggaagaaga agaagaa agc aagggcgagg aactgttcac tggc 

<210> 145 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Glu(GAG)5 
primer 

<400> 145 

cggggtacca tggaggagga ggaggag agc aagggcgagg aactgttcac tggc 



-clxxxix- 



cxc - 



<210> 146 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly (GGA) 5 
primer 

<400> 146 

cggggtacca tgggaggagg aggagga agc aagggcgagg aactgttcac tggc 54 



<210> 147 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly(GGC)5 
primer 

<400> 147 

cggggtacca tgggcggcgg cggcggc agc aagggcgagg aactgttcac tggc 54 

<210> 148 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Gly (GGG) 5' 
primer 

<400> 148 

cggggtacca tggggggggg ggggggga^c aagggcgagg aactgttcac tggc 54 

<210> 149 
<211> 54 
<212> DNA 

<213> Artificial Sequence 



-cxc- 
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<220> 

<223> Description of Artificial Sequence: Gly (GGT) 5 
primer 

<400> 149 

cggggtacca tgggtggtgg tggtggt agc aagggcgagg aactgttcac tggc 

<210> 150 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: His(CAC)5 
primer 

<400> 150 

cggggtacca tgcaccacca ccaccac agc aagggcgagg aactgttcac tggc 

<210> 151 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: His (CAT) 5 
primer 

<400> 151 

cggggtacca tgcatcatca tcatcat agc aagggcgagg aactgttcac tggc 

<210> 152 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: lie (ATA) 5 
primer 

<400> 152 

cggggtacca tgataataat aataata agc aagggcgagg aactgttcac tggc 



- cxcii - 



<210> 153 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ile(ATC)5 
primer 

<400> 153 

cggggtacca tgatcatcat catcatc agc aagggcgagg aactgttcac tggc 54 



<210> 154 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: lie (ATT) 5 
primer 

<400> 154 

cggggtacca tgattattat tattatt agc aagggcgagg aactgttcac tggc 54 



<210> 155 
<211> 54 
<212> DNA 
N! <213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Leu(CTA)5 
primer 

<400> 155 

cggggtacca tgctactact actacta agc aagggcgagg aactgttcac tggc 54 



<210> 156 

<211> 54 

<212> DNA 

<213> Artificial Sequence 



-cxcii- 
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<220> 

<223> Description of Artificial Sequence: Leu{CTC)5 
primer 

<400> 156 

cggggtacca tgctcctcct cctcctc agc aagggcgagg aactgttcac tggc 

<210> 157 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu(CTG)5 
primer 

<400> 157 

cggggtacca tgctgctgct gctgctg agc aagggcgagg aactgttcac tggc 

<210> 158 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu(CTT)5 
primer 

<400> 158 

cggggtacca tgcttcttct tcttctt agc aagggcgagg aactgttcac tggc 

<210> 159 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu ( TTA) 5 
primer 

<400> 159 



-cxciii- 



- cxciv - 



cggggtacca tgttattatt attatta agc aagggcgagg aactgttcac tggc 

<210> 160 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Leu (TTG) 5 
primer 

<400> 160 

cggggtacca tgttgttgtt gttgttg agc aagggcgagg aactgttcac tggc 

<210> 161 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Lys (AAA) 5 
primer 

<400> 161 

cggggtacca tgaaaaaaaa aaaaaaa agc aagggcgagg aactgttcac tggc 

<210> 162 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Lys (AAG) 5 
primer 

<400> 162 

cggggtacca tgaagaagaa gaagaag agc aagggcgagg aactgttcac tggc 

<210> 163 
<211> 54 
<212> DNA 



-cxciv- 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Phe(CTT)5 
primer 

<400> 163 

cggggtacca tgcttcttct tcttctt agc aagggcgagg aactgttcac tggc 

<210> 164 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Phe(TTC)5 
primer 

<400> 164 

cggggtacca tgttcttctt cttcttc agc aagggcgagg aactgttcac tggc 

<210> 165 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CCC)5 
primer 

<400> 165 

cggggtacca tgcccccccc ccccccc agc aagggcgagg aactgttcac tggc 

<210> 166 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CCG)5 
primer 



-cxcv- 



• 
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<400> 166 

cggggtacca tgccgccgcc gccgccg agc aagggcgagg aactgttcac tggc 54 



<210> 167 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CCT)5 
primer 

<400> 167 

cggggtacca tgcctcctcc tcctcct agc aagggcgagg aactgttcac tggc 54 



U! 



<210> 168 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Pro(CGA)5 
primer 



"^1 <400> 168 



cggggtacca tgcgacgacg acgacga agc aagggcgagg aactgttcac tggc 54 



f*i <210> 169 

Tl <211> 54 

^| <212> DNA 

W <213> Artificial Sequence 

Q <220> 

y : <223> Description of Artificial Sequence: Ser(AGC)5 
primer 

<400> 169 

cggggtacca tgagcagcag cagcagc agc aagggcgagg aactgttcac tggc 54 



<210> 170 
<211> 54 



-cxcvi- 




<212> DNA ' 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser (AGT) 5 
primer 

<400> 170 

cggggtacca tgagtagtag tagtagt agc aagggcgagg aactgttcac tggc 54 



<210> 171 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCA)5 
primer 

<400> 171 

cggggtacca tgtcatcatc atcatca agc aagggcgagg aactgttcac tggc 54 

<210> 1726 
<211> 54' 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCC)5 
primer 

<400> 172 

cggggtacca tgtcctcctc ctcctcc agc aagggcgagg aactgttcac tggc 54 

<210> 173 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCG)5 
primer 



-cxcvii- 
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<400> 173 

cggggtacca tgtcgtcgtc gtcgtcg agc aagggcgagg aactgttcac tggc 54 



<210> 174 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Ser(TCT)5 
primer 

<400> 174 

cggggtacca tgtcttcttc ttcttct agc aagggcgagg aactgttcac tggc 54 



<210> 175 
Q <211> 54 

<212> DNA 

<213> Artificial Sequence 
O <220> 

O <223> Description of Artificial Sequence: Thr (ACA) 5 

hj primer 

r|; <4oo> 175 

~ ! cggggtacca tgacaacaac aacaaca agc aagggcgagg aactgttcac tggc 54 

S\ <210> 176 

H <211> 54 

S: <212> DNA 

if,; <213> Artificial Sequence 

M< <220> 

<223> Description of Artificial Sequence: Thr(ACC)5 
primer 

<400> 176 

cggggtacca tgaccaccac caccacc agc aagggcgagg aactgttcac tggc 54 



<210> 177 
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<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr (ACG) 5 
primer 

<400> 177 

cggggtacca tgacgacgac gacgacg agc aagggcgagg aactgttcac tggc 54 



<210> 178 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thr (ACT) 5 
primer 

<400> 178 

cggggtacca tgactactac tactact agc aagggcgagg aactgttcac tggc 54 

<210> 179 
<211> 54 



|f] <212> DNA 



<213> Artificial Sequence 



<220> 

2 l <223> Description of Artificial Sequence: Trp (TGG ) 5 

C= primer 

_i| <400> 179 

y ; cggggtacca tgtggtggtg gtggtgg agc aagggcgagg aactgttcac tggc 54 

<210> 180 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Tyr (TAT) 5 



-cxcix- 
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primer 
<400> 180 

cggggtacca tgtattatta ttattat agc aagggcgagg aactgttcac tggc 54 



<210> 181 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val(GTA)5 
primer 

<400> 181 

cggggtacca tggtagtagt agtagta agc aagggcgagg aactgttcac tggc 54 



n <210> 182 

% <211> 54 

<212> DNA 
^ <213> Artificial Sequence 

O <220> 

y <223> Description of Artificial Sequence: Val(GTC)5 

jp primer 

<400> 182 

s_ cggggtacca tggtcgtcgt cgtcgtc agc aagggcgagg aactgttcac tggc 54 



<210> 183 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val(GTG)5 
primer 

<400> 183 

cggggtacca tggtggtggt ggtggtg agc aagggcgagg aactgttcac tggc 54 



-CC- 



♦ - • 



<210> 184 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Val(GTT)5 
primer 

<400> 184 

cggggtacca tggttgttgt tgttgtt agc aagggcgagg aactgttcac tggc 54 



<210> 185 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

D <223> Description of Artificial Sequence: 3' 

h£\ oligonucleotide common primer 

* 

Jt, <400> 185 

ccggaattc t ca cttgtaca ggtggtccat gcc 33 



Hi 

SI 



-cci- 



